One of the major challenges in prostate cancer (PCa) research is the identification of key players that control the progression of primary cancers to invasive and metastatic disease. The majority of metastatic PCa express wild-type p53, whereas loss of p63 expression, a p53 family member, is a common event. Here we identify inhibitor of apoptosis-stimulating protein of p53 (iASPP), a common cellular regulator of p53 and p63, as an important player of PCa progression. Detailed analysis of the prostate epithelium of iASPP transgenic mice, iASPP Δ8/Δ8 mice, revealed that iASPP deficiency resulted in a reduction in the number of p63 expressing basal epithelial cells compared with that seen in wild-type mice. Nuclear and cytoplasmic iASPP expression was greater in PCa samples compared with benign epithelium. Importantly nuclear iASPP associated with p53 accumulation in vitro and in vivo. A pair of isogenic primary and metastatic PCa cell lines revealed that nuclear iASPP is enriched in the highly metastatic PCa cells. Nuclear iASPP is often detected in PCa cells located at the invasive leading edge in vivo. Increased iASPP expression associated with metastatic disease and PCa-specific death in a clinical cohort with long-term follow-up. These results suggest that iASPP function is required to maintain the expression of p63 in normal basal prostate epithelium, and nuclear iASPP may inactivate p53 function and facilitate PCa progression. Thus iASPP expression may act as a predictive marker of PCa progression.
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Prostate cancer (PCa) is the commonest male malignancy and second leading cause of male cancer-related death in the Western world. As metastatic PCa can kill patients it is important to understand the molecular switches responsible for progression of localised disease to an invasive and metastatic phenotype.
Mutation of the tumour suppressor gene p53, one of the commonest mutated genes in human cancers, 1 is associated with invasive metastatic PCa. p53 mutation or loss-ofheterozygosity rates in early PCa are low, [2] [3] [4] [5] [6] suggesting p53 mutation is a late event in PCa and that selection for loss of p53 function occurs during PCa progression. [7] [8] [9] [10] [11] [12] [13] [14] [15] Mutant p53 can induce cancer cell invasion by binding to p63 and inhibiting its transcriptional activity. [16] [17] [18] [19] p63 is a member of the p53 family and shares high sequence similarity to p53 at its DNA binding domain. p63 is predominantly expressed in basal epithelial cells and is a master transcription factor that determines epithelial stratification. There are six p63 isoforms and TAp63α, β and γ contain different lengths of C terminus, whereas ΔNp63α, ΔNp63β and ΔNp63γ lack the N-terminal transactivation domain. p63 is expressed in the basal cells of normal adult prostate epithelium 20 with ΔNp63α being the most prominent isoform. 21 ΔNp63-positive cells of the urogenital sinus can generate all prostate epithelial cell lineages in mice, 22 suggesting that these are stem/progenitor cells. Loss of the p63-expressing basal cell layer is a hallmark of invasive PCa. 21, 23, 24 Mutant p53 is mainly detected in metastatic PCa cells, therefore it is unlikely that mutant p53 induces PCa cellular invasiveness by inhibiting p63 function. In addition, as p53 mutations or copy number loss are detected in only 25% 2 of metastatic PCa, it is likely that p53 loses its tumour suppressor function in metastatic disease through other means. Cellular regulators of p53 may be responsible for the inactivation of p53.
Increased expression of two p53 inhibitors, mouse double minute 2 homologue and inhibitor of apoptosis-stimulating protein of p53 (iASPP), is responsible for the inactivation of wild-type p53 in human malignant melanoma 25 which, like PCa, has a low rate of p53 mutation. iASPP belongs to the ASPP family of proteins that comprise iASPP, ASPP1 and ASPP2. ASPP1 and ASPP2 were originally identified as activators, and iASPP as an inhibitor, of p53-mediated apoptosis. 26, 27 Studies have demonstrated that ASPP2 is a haploinsufficient tumour suppressor, [28] [29] [30] and ASPP1 and ASPP2 cooperate with oncogenic RAS to potentiate RAS signalling. [31] [32] [33] ASPP2 can exert its tumour suppressor function by mediating RAS-induced cellular senescence and by inhibiting RAS-induced autophagy in primary cells. 31, 33 ASPP2 also increases RAS-induced p53-mediated transcription and apoptosis in cancer cells. 32 In normal epithelial cells, ASPP2 can bind and colocalise with protease activated receptor 3 thereby maintaining the integrity of cell polarity and adherence junctions. 34, 35 ASPP2 is a novel suppressor of squamous cell carcinoma through its ability to repress ΔNp63 expression via a nuclear factor kappa-light-chain-enhancer of activated B cells-mediated pathway. 30 iASPP is thought to function as an oncoprotein as it is over-expressed in several malignancies [36] [37] [38] [39] including a small cohort of PCa cases. 40 Consistent with this, iASPP is highly expressed in basal epithelial cells and its expression level decreases upon cellular differentiation in vitro and in vivo. 30, 41 iASPP is an inhibitor of cellular senescence and iASPP deficiency accelerates differentiation of keratinocytes in vitro and in vivo, partly through iASPP's ability to bind and regulate p63 function. 41, 42 These observations are in agreement with in vivo findings that iASPP and ASPP2 are key regulators of epithelial stratification with opposing functions, partly through their ability to exert opposing regulation of p63 expression and activity. 30, 41, 42 We recently showed that ASPP2 represses ΔNp63 expression 30 whilst iASPP is known to induce p63 expression in keratinocytes, 42 and we also showed that iASPP binds p63 and regulates its transcriptional activity to suppress cellular senescence and differentiation. 41 Since p63 is required for mouse prostate development and its expression is lost in invasive PCa, we investigated whether iASPP plays a role in mouse prostate development through its ability to regulate p63. The potential role of iASPP in regulating the behaviour of p63-negative PCa cells was also investigated in PCa samples.
Results
iASPP deficiency causes a reduced number of p63-expressing basal cells and increased expression of differentiation markers. To investigate the effect of iASPP loss on gross prostate morphology the prostate glands from iASPP Δ8/Δ8 mice were analysed macroscopically. The prostate gland lobes of iASPP Δ8/Δ8 mice were sometimes smaller than those of age-matched wild-type mice but were not significantly smaller across the cohort (P40.05) (Figure 1a ). There was no difference in overall size of these animals. The prostate lobes of iASPP Δ8/Δ8 mice had an epithelial cell layer and a lumen with similar haematoxylin and eosin (H&E) appearances to wild-type (Figure 1b) . These results suggest that iASPP deficiency is unlikely to grossly affect mouse prostate development.
We showed previously that iASPP inhibits apoptosis and cellular senescence, therefore we tested whether iASPP deficiency enhances apoptosis or inhibits cellular proliferation, and we observed a small reduction in the number of Ki67-expressing cells in iASPP Δ8/Δ8 mice compared with wild-type (Figure 1c) . iASPP Δ8/Δ8 mice demonstrated a small reduction in the number of bromodeoxyuridine (BrdU)-labelled cells in all prostate lobes compared with wild-type (Figure 1d ). Similar number of apoptotic prostate epithelial cells were observed in iASPP Δ8/Δ8 mice compared with wild-type ( Figure 1e ). These results suggest that iASPP loss does not enhance apoptosis but reduces cellular proliferation in the mouse prostate.
iASPP has recently been found to be highly expressed in the nucleus of basal cells where it interacts with TP63, and its 41, 42 We observed that iASPP was expressed in both the TP63-positive basal cell layer and the TP63-negative luminal cell layer (Supplementary Figure 1A) of mouse prostate epithelium. Both cytoplasmic and nuclear iASPP expression accords with previous studies. 43 The iASPP staining is specific and is confirmed by absence of signal in iASPP Δ8/Δ8 mice (Supplementary Figure 1B) . We observed a significant decrease in the number of p63-expressing epithelial cells in all lobes of iASPP Δ8/Δ8 mouse prostates compared with wildtype (Figure 1f) .
Since p63-expressing cells are progenitors and iASPP deficiency is known to facilitate keratinocyte differentiation, the effects of loss of iASPP function on prostate epithelial cell differentiation were investigated. The prostate mainly consists of basal and luminal cells, and a small subpopulation of neuroendocrine cells. 44 Figure 1C) . To determine the levels of Ck expression, protein was extracted from prostate tissue from three iASPP Δ8/Δ8 and three age-matched wild-type mice. We observed an increase in Ck19 expression in iASPP Δ8/Δ8 compared with wild-type prostate (Supplementary Figure 1D) with minimal changes in Ck5 and Ck8 expression. These results suggest that iASPP deficiency facilitates p63-expressing progenitors to commit to the luminal cell linage by transitioning into intermediate cells, and that iASPP regulates mouse prostate development through its ability to inhibit cellular senescence and prostate epithelium differentiation. The findings that iASPP is expressed in both basal and luminal prostate epithelial cells suggest that iASPP may affect prostate epithelial cell functions through p63-dependent and -independent pathways. iASPP is expressed in human prostate epithelium and nuclear iASPP associates with invasive phenotypes. To investigate whether iASPP plays a role in human PCa we first examined iASPP expression pattern in a number of benign prostate samples using an anti-iASPP mouse monoclonal antibody LX049.3 41 to carry out IHC staining. We observed that iASPP was predominantly expressed in the nucleus and cytoplasm of p63-positive basal cells in benign prostate epithelium. Occasional low levels of iASPP expression were also observed in benign luminal epithelial cells Slow migrating nuclear iASPP is enriched in metastatic PCa cells. N-terminal phosphorylation of iASPP retards its migration in sodium dodecyl sulfate (SDS) gel and causes nuclear accumulation in cells, 25 and nuclear iASPP localisation is associated with human melanoma metastasis. 25 The observation that nuclear iASPP is enriched in PCa cells with invasive properties led us to test the hypothesis that iASPP phosphorylation may be enhanced in metastatic PCa cells in vitro using a pair of isogenic LNCaP cell lines. LNCaP-LN3 is a metastatic derivative of LNCaP cells. Using IF we observed that p53-null PC3 cells and p53-mutant (P233L and V274F) DU145 cells 49 expressed predominantly cytoplasmic iASPP. In wild-type p53-expressing LNCaP cells, iASPP is expressed with a relatively equal distribution between nucleus and cytoplasm, whereas LNCaP-LN3 derivatives expressed predominantly nuclear iASPP (Figure 3a) . iASPP migrated as two bands in WBs of these PCa cell lines however the proportion of slow-migrating iASPP was highest in LNCaP-LN3 cells corresponding with the enrichment of modified nuclear iASPP in these cells. LNCaP cells expressed both slow-and fast-migrating iASPP with similar intensity and this expression pattern correlates with the roughly equal cellular distribution of iASPP detected in these cells. PC3 and DU145 cells expressed predominantly fast-migrating unmodified cytoplasmic iASPP (Figure 3b ). The slower migrating modified iASPP band is primarily detected in nuclear protein extracts, whereas the faster migrating unmodified iASPP band is localised primarily to the cytoplasm (Figure 3c ). LNCaP-LN3 cells expressed a greater proportion of modified nuclear iASPP than LNCaP cells. These results illustrate that modified nuclear iASPP is enriched in PCa cells with high metastatic potential.
Increased nuclear iASPP expression correlates with TP53 accumulation in vivo and in organotypical co-cultures in vitro. p53 mutation is a late event in PCa progression. High levels of TP53 expression is often associated with p53 mutation and is detected in invasive metastatic PCa cells. In our tissue microarray (TMA) cohort of PCa samples we only detected high levels of TP53 expression (430% of cancer cell nuclei 14 ) in 5/200 PCa samples. We observed that nuclear iASPP expression was significantly higher in samples strongly expressing TP53 compared with samples with absent or weak TP53 expression (Figure 4a ). High levels of TP53 expression were detected within cells at the 'leading edge' of locally invasive PCa compared with intraprostatic tumour cells. Higher levels of nuclear TP53 expression were detected in locally advanced PCa cases compared with organ-confined tumours (Figure 4b) . These results suggest a potential association between high levels of TP53 and nuclear iASPP accumulation in the leading edge of locally invasive PCa. This hypothesis was tested by performing an in vitro organotypic co-culture using DU145 cells known to harbour mutant p53 49 and express high levels of TP53, which accumulates in the nucleus. Using double IF staining we observed that some DU145 cells with accumulated TP53 also expressed nuclear iASPP (Figure 4c ). DU145 cells with colocalisation of iASPP and TP53 were preferentially seen at the 'leading edge' of the layer of cells within the organotypic cocultures. This contrasts with observations in organotypic cocultures of PC3 cells which do not express TP53, and LNCaP and LNCaP-LN3 cells expressing wild-type TP53. The association between nuclear TP53 and nuclear iASPP accumulation in organotypical co-cultures of DU145 cells suggests that mutant TP53 may interact with nuclear iASPP. Using an immunoprecipitation assay we observed that an anti-iASPP antibody was able to co-immuno-precipitate TP53 with iASPP in DU145 cell lysates (Figure 4d ). These results suggest an association between the accumulation of mutant TP53 and nuclear iASPP, and that mutant TP53 is able to bind iASPP in vitro.
Increased iASPP expression in PCa is associated with an adverse clinical outcome. We investigated whether the increased iASPP expression observed in PCa samples might have prognostic clinical significance using a TMA of samples from 203 patients undergoing radical prostatectomy with prolonged clinical follow-up 50 (Table 1) . Increased iASPP expression was associated with an adverse clinical outcome. Increased nuclear iASPP expression in intermediate grade (Gleason sum score 7) PCa was significantly associated with PCa-specific death. Increased cytoplasmic iASPP expression in high grade (Gleason sum score ≥ 8) PCa was associated with both metastasis formation and PCa-specific death (Figure 5a ). The prognostic significance of tumour stage, pre-operative prostate-specific antigen level, and nuclear and cytoplasmic iASPP expression were tested in a Cox regression multivariate analysis (Table 2) . Nuclear iASPP expression in Gleason 7 tumours was prognostic for PCa-specific death, whilst cytoplasmic iASPP in high-grade (Gleason ≥ 8) tumours was prognostic for the development of bone metastases and PCa-specific death.
Increased nuclear iASPP expression was associated with an increased risk of PCa-specific death in patients with locally advanced PCa undergoing radical prostatectomy, whereas this association was not seen in organ-confined disease (Figure 5b ). These results suggest that increased expression of nuclear and cytoplasmic iASPP has clinical significance by conferring an increased risk of developing metastases or resultant PCa-specific death following treatment of early disease.
Discussion
The transcription factor p63 is specifically expressed in prostate basal epithelial cells 21, [51] [52] [53] and altered p63 expression is utilised in PCa diagnosis. 20, 21, 23, 54, 55 A 'Prostate-63 Cancer Diagnostic Test' has been approved by the US Food and Drug Administration (FDA) as a diagnostic marker of PCa in clinical samples. In agreement with the importance Figure 3 Phosphorylated iASPP accumulates in the nucleus of prostate cancer cells. (a) Highly metastatic LNCaP-LN3 prostate cancer cells expressed predominantly nuclear iASPP, whereas LNCaP cells with lower metastatic potential expressed iASPP with a relatively equal distribution between nucleus and cytoplasm. The p53-null PC3 cell line and p53-mutant (P233L and V274F) DU145 cell line expressed predominantly cytoplasmic iASPP. (b) iASPP migrated as two bands in an immunoblot of whole-cell protein extracts from prostate cancer cells. LNCaP-LN3 cells predominantly expressed the slower migrating iASPP band previously identified as being nuclear localised phosphorylated iASPP. LNCaP cells expressed both slow-and fast-migrating iASPP, corresponding with its roughly equal subcellular distribution. PC3 and DU145 cells, which exhibited predominantly cytoplasmic localised iASPP, expressed predominantly fast-migrating unmodified cytoplasmic iASPP. (c) The slower migrating modified iASPP band is primarily detected in nuclear protein extracts, whereas the faster migrating unmodified iASPP band is localised primarily to the cytoplasm. Invasive metastatic LNCaP-LN3 cells express a greater proportion of modified nuclear iASPP than non-invasive LNCaP cells Figure 4 Nuclear iASPP expression was increased in prostate cancer samples with a high level of TP53 expression. (a) iASPP expression in human prostate cancer samples was greater in both wild-type p53 (o30% nuclei expressing TP53) and mutant p53 (430% nuclei expressing TP53) samples compared with benign prostate epithelium (Po0.05). Although the number of mutant p53 prostate cancer samples was small (n = 5) compared with the number of wild-type p53 samples (n = 195) we observed that the nuclear iASPP expression was higher in mutant p53 samples compared with wild-type p53 samples. (b) TP53 and iASPP expression in cells within the leading edge of locally invading pT3a prostate cancer was compared with other areas of the sample. TP53 expression was greatest in invading prostate cancer cells within the leading edge. iASPP expression was higher in prostate cancer cells with high TP53 expression, compared with cancer cells with low TP53 expression, in capsular-invading and intra-prostatic areas of tumour. Arrow depicts direction of invasion into the prostate capsule. (c) Nuclear iASPP is co-expressed with nuclear TP53 in DU145 prostate cancer cells at the invasive margin in organotypic co-cultures. of p63 in the tumorigenesis of PCa, transgenic mouse studies have established a crucial role for p63 in the development of the mouse prostate gland. We show here for the first time that iASPP, a cellular regulator of p63, also plays a role in the normal development of the mouse prostate gland. We observed a detectable reduction in the number of proliferating cells in iASPP Δ8/Δ8 mouse prostate compared with wild-type mice. Interestingly, we observed significantly fewer TP63-expressing basal cells within the prostate epithelium of iASPP Δ8/Δ8 compared with wild-type mice, suggesting iASPP may be required to maintain the TP63-positive basal cell layer. Consistent with a role for iASPP in suppressing epithelial differentiation, we observed an increase in the expression level of Ck19, a marker of intermediate prostate epithelial cells, 47, 56 We observed that loss of iASPP function results in a reduced number of p63 expressing basal cells in prostate epithelium. It has recently been shown that iASPP can regulate p63 expression via a microRNA autoregulatory feedback loop. 42 It has also been demonstrated that iASPP binds p63 and directly regulates its activity. Importantly iASPP is able to inhibit cellular senescence and epithelial cell differentiation. 41 It is possible that absence of iASPP induces basal prostate epithelial cells to undergo differentiation due to iASPP's ability to regulate p63 activity and maintain the proliferative potential of basal epithelial cells. Future studies are needed to understand how iASPP deficiency causes a reduction in p63 expressing prostate epithelial basal cells. Regardless of this our observation that nuclear iASPP expression was increased in PCa progression was interesting given that the expression of TP63 is frequently lost in PCa. 24 It is known that p63 expression defines the basal epithelial cell lineage, and we speculate that when PCa cells enter their metastatic phase there is possible cellular reprogramming, lineage change and an epithelial-to-mesenchymal transition (EMT). p63 is known to regulate key epithelial proteins such as cadherins and cell adhesion molecules. 58 Moreover, p53 is an important inhibitor of EMT 59 and most PCa express wild-type p53. [2] [3] [4] [5] [6] Therefore an inhibitor of p53 such as iASPP could play an important role in facilitating prostate epithelial cells to undergo EMT. We showed recently that nuclear iASPP has the highest p53 binding and p53 inhibition potency. 25 It is perhaps via this mechanism that nuclear iASPP contributes to loss of p53 function, induction of EMT, loss of the epithelial cell lineage prostate cancers was associated with increased prostate cancer-specific death after 10 years of follow-up following radical surgery. Increased cytoplasmic iASPP in high grade (Gleason sum score ≥ 8) prostate cancer samples was associated with an increased risk of both prostate cancer bone metastasis development and prostate cancer-specific death after 10 years of follow-up following radical surgery. (b) Increased nuclear iASPP expression was associated with a poor clinical outcome in men treated surgically for non organ-confined (≥ pT3a) prostate cancer. High nuclear iASPP in this group of patients was associated with an increased risk of prostate cancerspecific death following radical surgery and concomitant loss of p63 expression. This hypothesis warrants further investigation.
The observation that iASPP is predominantly expressed in the nucleus, and to a lesser degree in the cytoplasm of basal prostate epithelial cells in benign prostate samples, suggests that iASPP may maintain the proliferative potential of basal epithelial cells. The finding that iASPP co-localises with TP63 within the nucleus of benign prostate epithelial cells agrees with previous findings where iASPP binds and directly regulates TP63 function. 41 We observed that iASPP expression was increased in the nucleus and cytoplasm of PCa cells in a cohort of over 200 PCa samples compared with benign prostate epithelial samples. This agrees with an oncogenic role for iASPP in PCa development. It is also in agreement with numerous findings showing an increase in iASPP expression in human cervical, head and neck, ovarian, melanoma and a small cohort of PCa samples. 25, 39, 40, 60, 61 To date, however, changes in iASPP expression have not been associated with long-term prognosis in PCa. Our detailed analysis of iASPP expression patterns in a cohort of 61 PCa samples containing benign prostate epithelial cells adjacent to areas of cancer allowed us for the first time to obtain evidence of a potential 'field change effect' of iASPP expression. iASPP expression levels in the histologically normal prostate directly adjacent to cancer were seen to be significantly greater than benign epithelium in men without PCa. This observation is in keeping with other published reports, suggesting that a 'field change' phenomenon or 'field cancerisation' effect exists during malignant transformation of prostate epithelium.
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Furthermore we observed that nuclear iASPP is enriched within PCa cells at the invasive front of locally invading tumours in vivo, and within the experimentally derived metastatic PCa cell line LNCaP-LN3 compared with parental LNCaP cells in vitro. Interestingly, LNCaP cells contain wild-type p53 and the majority of human PCa also express wild-type p53 with this gene only mutated or deleted in~30% of the cases. Our findings concur with those in a recent study showing a nuclear enrichment of iASPP in malignant metastatic human melanoma cells, 25 and this is interesting given that both melanoma and PCa generally have a lower rate of p53 mutation than many other cancer types.
We observed that cytoplasmic iASPP expression, in addition to nuclear iASPP, is detected in PCa samples, and increased cytoplasmic iASPP was associated with an increased risk of both metastasis formation and PCa-specific death following radical surgery. We do not currently understand the biological importance of cytoplasmic iASPP, however p53 has previously been detected in the cytoplasm as well as the nucleus of cells, and levels of cytoplasmic iASPP expression have been associated with an adverse prognosis in other cancer types. 39 It is possible that cytoplasmic iASPP may inhibit the activity of cytoplasmic p53, although it is known that nuclear iASPP has a higher binding affinity to p53. 25 Cytoplasmic iASPP may influence aspects of p53 function independent of its transcriptional activity, however further studies will be necessary to fully elucidate the biological role of cytoplasmic iASPP.
These findings suggest that changes in iASPP expression and subcellular localisation may potentially be useful clinically as a biomarker predictive of clinically aggressive PCa. The results of this study identify iASPP as being a key molecular switch in the progression of PCa to an invasive and metastatic phenotype with a lethal outcome.
Materials and Methods
Mice. The generation of iASPP Δ8/Δ8 mice has been described previously. 41 All animal procedures were approved by local ethical review and licensed by the UK Home Office. All iASPP Δ8/Δ8 mice analysed in this study were paired with age-matched wild-type controls and these were littermates wherever possible. Prostate tissues were fixed in 10% buffered formalin overnight, dehydrated in an 5 PCa cells (PC3, DU145, LNCaP and LNCaP-LN3) were plated onto the upper surface of each gel plug and incubated for a further 24 h. A sterile nylon square in a Petri dish was covered with 250 μl gel containing 10% FCS, 70% collagen and DMEM and polymerised by incubating at 37°C for 20 min. Ten millilitre 1% glutaraldehyde (Sigma, Gillingham, UK) in phosphate buffered saline (PBS) was then added to the Petri dish and the nylon sheets incubated at 4°C for 1 h then washed in PBS followed by DMEM and then incubated at 4°C overnight. The nylon sheets were then mounted on metal scaffolds and placed in a Petri dish, and the NHF/PCa cell-containing gel plugs were placed onto the nylon sheet and incubated at 37°C for 10 days with culture media just beneath the nylon sheet. Gels were then formalin-fixed, processed and sectioned for histology.
Protein extracts. Protein extracts were obtained from cultured cells or homogenised mouse prostate using urea buffer. Mouse prostate lysates were sonicated prior to protein quantification. Protein concentrations were determined using a protein assay reagent system (Bio-Rad, Hercules, CA, USA) and spectrophotometric analysis at 595 nm. The absorbance of samples was compared with a standard curve derived from known concentrations of bovine serum albumin (BSA; Sigma). Immunoblotting. For whole-cell extracts, cells were lysed in urea buffer containing 8 M urea, 1 M thiourea, 0.5% 3-[(3-cholamidopropyl)dimethylammonio]-2-hydroxy-1-propanesulfonate, 50 mM dithiothreitol and 24 mM spermine. Nuclear and cytoplasmic extract fractions were prepared from 5 × 10 5 cells using a nuclei isolation kit (NUC101-1KT, Sigma-Aldrich, UK) according to the manufacturer's instructions and the fractions were then directly dissolved in urea buffer. After centrifugation the supernatant was dissolved in SDS loading buffer prior to immunoblot analysis. A total of 100 μg of protein extract was loaded per lane into SDS-polyacrylamide gels. Gels were transferred onto nitrocellulose membrane (Protran, Sigma-Aldrich) and the resulting blots incubated first with primary antibody for 16 h at 4°C, and then with the appropriate HRP-conjugated secondary antibody (Dako). Protein expression was visualised by enhanced chemiluminescent detection (Amersham Biosciences, Little Chalfont, UK) using X-ray film. All autoradiographs were scanned using a photo scanner. For the detection of specific iASPP isoforms extracts were immunoblotted on a 16 × 12 cm 6% gel. The antibody used for iASPP immunoblotting was LX49.3 41 unless otherwise stated.
Immunocytochemistry. Cells grown to 70-80% confluence on coverslips were fixed with 4% paraformaldehyde solution, permeabilised with 0.1% Triton X solution, blocked with 0.2% BSA and primary antibody was added for 1 h at room temperature. Secondary antibody and 4′,6-diamidino-2-phenylindole (DAPI) was then added and coverslips were mounted with mowiol-glycerol solution.
Immunoprecipitation. Cells grown on 15 cm dishes were washed with cold PBS and lysed with 100 mM NaCl, 1 mM ethylenediaminetetraacetic acid (EDTA), 20 mM Tris (NET) 1% NP-40 IP buffer containing protease inhibitors. Cell lysates were centrifuged at 13 200 r.p.m., 4°C, for 20 min, and the protein concentration of the supernatant determined. Fifty microlitres of each lysate was used as an input control. Protein G sepharose beads were washed in cold PBS, made up to a ratio of 1 : 1 with PBS and stored at 4°C. Each lysate was pre-cleared using 30 μl of slurry beads and rotation for 60 min at 4°C, and then lysates were centrifuged at 4°C. Ten microlitres of antibody was added to the supernatant along with 30 μl of fresh protein G sepharose beads and the sample rotated overnight at 4°C. Beads were washed in NET IP buffer and 0.2% NP-40 before being centrifuged further. The supernatant was then removed and sample buffer added to the beads. Samples were then boiled, centrifuged and sample buffer added. IHC and IF. Sections were de-paraffinised in histoclear and rehydrated through graded alcohols to water. Endogenous peroxidise activity was inactivated where appropriate using 3% H 2 O 2 in methanol, and where necessary antigen retrieval was performed using boiling citric acid (human tissue, TP63) or EDTA (mouse tissue, TP63 and iASPP) buffers. Sections were blocked with 5% normal goat serum and incubated with primary antibody at 4°C overnight. For IHC, a biotinylated secondary antibody was added for 30 min followed by an avidin/biotin-based peroxidase solution and incubated with 3,3′-diaminobenzidine solution before counterstaining with haematoxylin. For IF, an appropriate secondary antibody with DAPI was added for 1 h. All sections were dehydrated using increasing percentages of ethanol followed by histoclear and mounted in mowiol-glycerol medium. The sections were viewed and photographed with a confocal (IF) or light (IHC) microscope.
Where described H&E and Alcian blue staining, were performed using standard techniques.
Tissue apoptosis assay. Apoptotic cells were detected using an ApopTag Red In Situ Apoptosis Detection Kit (Merck Millipore, Watford, UK) according to the manufacturer's recommended protocol.
Quantification of prostate lobe size and protein expression in mouse and human prostate tissue studies. The size of the prostate ventral and dorsolateral lobes was measured based on the assumption that that they are elliptical in shape. Four microlitre sections were cut through the entire prostate and every tenth section stained using H&E. The largest surface area of each lobe section was calculated using Image J software (NIH Image, Bethesda, MD, USA), and the volume of each lobe calculated using the depth of each lobe (taken from the number of sections available) using the equation: lobe volume = (4/3) × π × r 1 × r 2 × r 3 (where r 1 = height, r 2 = width, r 3 = depth). All cell counts in mouse prostate tissue studies were performed using a minimum of 1000 cells. Four fields of view at × 20 magnification per slide were randomly
